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Crystal characterization: MALDI TOF and
ESI-MS
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Characterization of IF2

The characterization of crystal content by MALDI-TOF and ESI-MS® analysis in
denaturating conditions of IF2 after degradation revealed that the C-terminal part of IF2
got cleaved off during the crystallization process at position 363 close to a known
protease site (residues ~362-365; Szkaradkiewicz, K, Zuleeg, T, Limmer, S, and Sprinzl
M., 2000. Interaction of fMet-tRNA™® and fMet-AMP with the C-terminal domain of
Thermus thermophilus translation initiation factor 2. Eur. J. Biochem. 267, 4290-4299).
Proteolysis also occurs in solution and is visible after one week at 4°C. To our

knowledge such cleavage is not known for elongation factors.
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